Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.055; wR factor = 0.143; data-to-parameter ratio = 38.2.
In the title compound, 2C 8 H 12 NO + ÁH 2 P 2 O 7
2À
, the linked PO 4 groups of the diphosphate anion are almost eclipsed and the P-O-P angle is 134.45 (7) . In the crystal, infinite ribbons of H 2 P 2 O 7 2À anions propagate in [100] , being linked by strong O-HÁ Á ÁO hydrogen bonds. The 4-methoxybenzylammonium cations bond to the diphosphate chains by N-HÁ Á ÁO and C-HÁ Á ÁO links, and are themselves linked by C-HÁ Á Á interactions. 
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Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of the C2-C7 and C10-C15 rings, respectively. Symmetry codes: (i) Àx þ 1; Ày; Àz þ 1; (ii) Àx þ 2; Ày; Àz þ 1; (iii) x; y þ 1; z; (iv) Àx þ 1; Ày þ 1; Àz þ 1; (v) x À 1; y; z; (vi) x þ 1; y; z. Except the H atoms, the P 2 O 7 group, has an eclipsed conformation evidenced by the torsion angle O3-P1-P2-O7 = -1.5°. As usually observed for diphosphate groups (Ahmed et al., 2006) , there are three different types of P-O distances, the longest one corresponds to the bridging oxygen atom with average value d(P-O4) = 1,608 (1) It should be noticed that another diphosphate with the same organic molecule, [4-(OCH 3 )C 6 H 4 CH 2 NH 3 ] 4 P 2 O 7 .6H 2 O, has been reported by Ahmed et al. (2006) . Structure of this hydrated diphosphate is different from that of the non-hydrated one described here. This difference may be explained by the role of water of crystallization as directing structure agent.
An aqueous solution of diphosphoric acid H 4 P 2 O 7 was first obtained by passing a solution of Na 4 P 2 O 7 (3 g, 11.2 mmol), through an ion exchange resin (Amberlite IR 120) in its H-state. To 20 ml of this acidic solution (1.5 mmol) cooled to 5°C, a solution of 4-methoxybenzylamine (3 mmol) in ethanol (3 mL),was added drop by drop with slow stirring. The obtained solution was slowly evapored at room temperature until crystallization of colourless prisms.
Refinement
All H atoms attached to C and N atoms were fixed geometrically and treated as riding, with C-H = 0.97 Å and N-H = 0.89 Å and with U iso (H) = 1.2Ueq(C or N).The water H atoms were refined using restraints [O-H = 0.85 (1) A °, H···H = 1.44 (2) A ° and U iso (H) = 1.5Ueq(O)]. DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: WinGX (Farrugia, 2012).
Computing details
Figure 1
The molecular structure of (I) with displacement ellipsoids drawn at the 30% probability level. Hydrogen bonds are represented as dashed lines.
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Figure 2
Perspective view of the packing of (I). The H-atoms not involved in H-bonding are omitted.
Bis(4-methoxybenzylammonium) dihydrogen diphosphate
Crystal data ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1, −y, −z+1; (ii) −x+2, −y, −z+1; (iii) x, y+1, z; (iv) −x+1, −y+1, −z+1; (v) x−1, y, z; (vi) x+1, y, z.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
